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AMINO ACID SEQUENCE OF TRYPSIN (EXCERPT FROM PDB) 



Fig. 38 B 
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AMINO ACID SEQUENCE OF ELASTASE (EXCERPT FROM PDB) 



Fig. 39 A 



Key site number 36 - 41 in Trypsin 
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M T A A H C < target > 
V S A A H C < probe > 
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r.m.s.d. = 0.061077 [A] 

The number of atoms in a probe = 6 

The number of atoms in PDB = 240 

The number of combination — 1 

Time = 1sec 



RETRIEVED RESULTS OF HISTIDINE ACTIVE SITES 
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The number of atoms in PDB = 240 

The number of combination = 1 

Time = Isec 
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DETERMINE CORRESPONDENCE 
BETWEEN SUBSETS OF A AND B 
(SEE FIG. 41) 
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MAKE POINT SET B2 FROM POINTS 
CONSTITUTING SUBSETS OF B 
THAT ARE RELATED TO SUBSETS OF A 
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MATCHING OF A AND B2. AND 
CALCULATE r.m.s.d. VALUE. 
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